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1 Summary

Creation date: Sat Aug 11 21:37:50 JST 2018
Generated by: Ozawa

Software: CLC Genomics Workbench 11.0.1
Based upon: 1 data set
s_G1_L001_R1_001 fastg (paired): 16,386 sequences in pairs

Total seqguences in data set 16,386 sequences

Total nucleotides in data set 2384163 nucleotides

2 Per-sequence analysis

2.1 Lengths distribution

Lengths distribution
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sequence length
Distribution of sequence lengths. In cases of untimmed lllumina or SOLID reads it will just contain a single peak.

¥ sequence length in base-pairs
¥ number of sequences featuring a particular length normalized to the total number of sequences
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Bl sample Reads

Sample parameters
1. Select one set of reads

2. Sample parameters

3. Result handling Sample size

@ Sample an absolute number

Sample size

() Sample a percentage

1,000

Sample percentage 0=
Sample type
@ Reproducible
) Random
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% Map Reads to Contigs
ﬂf] Wark flows

ﬁ) Legacy Toolz

14



De Novo Assembly

[E] De Novo Assembly

1. Select zequencine reads

2. Select de novo options

Select de novo optionz

Word size (K-mer) 5%7%E
Graph paramet/

Butamatic word size
Word size |20

Automatic bubble size
Bubble zize |50

Guidance only reads

Guidance only reads

Gontig leneth

Minimum contig length | 200

Paired reads
[V] Buto-detect paired distances

Perform scaffolding

\

Scaffolding $%7E

[ € Previous ] | = Mext

Filgen

biosciences & nanosciences

=

[E De Movo Assembly
1. Select sequencing reads
2. Select de novo options

3. Select mapping optionz

Select mapping options

Map reads back to conties

@ Create simple contie sequences (fast)

() Map reads back to contigs (slow)

Mizmatch cost 2
Inzertion cost 3
Deletion cost 3
Leneth fraction |04
Similarity fraction |08
Global alignment
Colorzpace alignment

Colorgpace error cost |3

Update conties

Cireate lizt of un-mapped reads

RYESTEITO §

€ Previous ] |

= Mext

Finish

v I\SA-FEETEEME . 72 TIILETEEOWord size (K-mer)DET., R77Y—RMEAFDScaffolding.
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50,000 100,000
| I
Ecoli.FLX (single) contig 63 De Novo Assemb
Ecoli.FLX (single) contig 64 De Novo Assemb
5{):}01} 1IDI}.lDDD
SI m ple ContIgS Ecoli.FLX (single) contig 65 De Novo Assemb
Ecoli.FLX (single) contig 66 De Novo Assemb
o
Ecoli.FLX (single) contig 67 De Novo Assemb
Ecoli.FLX (single) contig 68 De Novo Assemb
20 40 ]

EcoliFLX_(single)_contig_63 GCCA-CCATCATTGAGGCACCCAGUTCGACCAA- GAACAAAGAGCAGCAACGCGATCCGGAG

Coverage :
o

0 <GCCABCCATCATTGAGGCACCCAGCTCGACCAA-GAA

TCAGGNACCCAGCTCGACCAAGGAA

CECCA-CCATCATTGAGGCACCCAGCTCTACCAA-G

. A
SGCCA-CCATCATTGAGGCACCCAGCTCTACCAA-GA,

Mapplng data SGCCA-CCATCATTGAGGCACCCAGCTCTACCAA-GA,
GA/

A

AGAGCAGCAACGCGATCCGGAG
AGAGCAGCAACGCGATCCGGAG
AGAGCAGCAACGCGATCCGGAG
AGAGCAGCAACGCGATCCGGAG
AGAGCAGCAACGCGATCCGGAG

SGCCA-CCATCATTGAGGCACCCAGCTCTACCAA- AGAGCAGCAACGCGATCCGGAG
CSGCCA-CCATCATTGAGGCACCCAGCTCTACCAA-G AGAGCAGCAACGCGATCCGGAG
CGCCA-CCATCATTCAGGCACCCAGCTCTACCAA-GAA AGAGCAGCAACGCGATCCGGAG
CGCCA-CCATCATTCAGGCACCCAGCTCTACCAA-GAACAAAGAGCAGCAACGCGATCCGGAG
{GCCA-CCATCATTGAGGCACCCAGCTCTACCAA-GAACAAAGAGCAGCAACGCGATCCGGAG
CGCCA-CCATCATTGAGGCACCCAGCTCTACCAA-GAACAAAGAGCAGCAACGCGATCCGGAG
ATCATTGAGGCACCCAGCTCTACCAA-GAACAAAGAGCAGCAACGCGATCCGGAG
CCAA-G-ACAAAGAGCAGCAACGCGATCCGGAG

A
AA
AA
AA
AA
AA
AA
A

GCACCCAGCTCGACCAA-GAACAAAGAGCAGCAACGCGATCCGGAG

v Simple ContigsZi#RUILIGE. BT H—B[CRITERREN., ZOEFEHIFATRAY —IVIERITS
CehE]gE
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Toolbox

1

—f:f', Clazzical Sequence Analyziz
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k2 General Seq Enﬂmﬁ
E"{» Extract Annotations

_-5 Extract Sequences
0 Shuffle Sequence
’;”% Create Dot Plot
Create Complexity Plat
@ Create Sequence Statiztics
ﬁ Jain Sequences
----- ﬁ' Pattern Discovery
é Motif Search
e Greate Motif List
=t Mucleotide Analysis
----- £ Tranzlate to Protein
----- S Gorwvert DMA to RNA
2% Gorvert ENA to DNA
i Reverse Complement Sequence
. Beverse SEOURNCE
I_ ----- #& Find Open Reading Frames

+"-"}| Protein finalysis

(86 RMA Structure

{:’\:] Maolecular Biology Tools

= BLAST

NGS Core Tools

b

Find Open Reading Frames
fic%5—4_EDORF (Open Reading Frame)fRlgzt& LT, 7/)7—
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Find Open Reading Frames

Ecoli.FL¥_(single)_contig_18

Ecoli.FLX_(single)_contig_19

Ecoli.FLX_(=single)_contig_20

Ecoli.FLX_(single)_contig_21

Ecoli. FLX_(=single)_contig_18

Ecoli. FLX_(single)_contig_19

Ecoli.FLX_(single)_contig_20

Ecoli.FLX_(single)_contig_21

Filgeng

biosciences & nanosciences

f]
I
=00 1,000 1500
| I |
500 1,000 1.500 2,000
| 1 | 1
f] 1,000 1,500 2,000
| 1 | 1
a Mucleatide Analvsiz
""" 2% Tranzlate to Protein
R Gonvert DNA to RNA
3% Gonvert RMA to DNA
:& Reverse Complement Sequence
- Beverse Sequence
2 Find Open Feading Frames
< A0
>
= > '
>
mrn 1,000 1,500 2,000
1 | 1
4 4
BN

1.C|0C' <mn

:

v Find Open Reading Framesz=®179%¢&. HEDELHIT—4 E(C. ORFREIZERI 7 )T7—23 N
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Extract Annotations

Ecoli.FLX_(single)_contig_18

Ecoli.FLX_(single)_contig_19

Ecoli.FLX_(single)_contig_20

Filgeng

biosciences & nanosciences

Ecoli. FLX_(=single)_contig_21

ORF Ecoli.FLX_(single)_contig_18 complement(367..762)

1,000 1,500
i i
>
1,000 1,500 2,000
1 1 1
4 4
1,000 £ 2,000
1 < I
| -G Extract Annotations
Extract Sequences
2 Shuffle Sequence
% Create Dot Plot
Create Complexity Plat
{E‘ Create Sequence Statistics
ORF
ORF
ORF
ORF Ecoli.FL¥_(single)_contig_19 968.1294
ORF \ORF
N
400 A0 B0 b

ORF Ecoli.FLX_(single)_contig_19 66.968

v Extract AnnotationsT(Z. Be¥I7 -4 LOERDT )F7— 3 mEisOtcs 2 T2 ENTES
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F—HIN—RIRTE Filgeng

biosciences & nanosciences /

v SN EZERFESIST U, BLASTTHRBIERZRZERITI DL T BB FOHERES

RREEAVS TS

v CLC Genomics WorkbenchT(IBLASTY—)LOAtl, #&ZR(ICAAWST—IRN—ADAI>0—R
PHAS LMERRADOY - )ILMEEEINTWVS

Toolbo:

1

+ﬁ Clazsical Sequence Analvsiz

+-{z8) Malecular Bialoey Tools
E% BLAST

g BLAST

%----li BLAST at MCEI

'u{'j Download BLAST Databazes
[_ﬂ: Create BLAST Database
- Manage BLAST Databases

MNGS Core Tools

+@ Track Tools

+Eﬁ Fezequencing fnalwziz
+E==.-‘| Tranzcriptomics Analvsiz
+§_ Epigenomics Analvsis
+@ De Movo Sequencing
-5 Warkflaws

BLAST
O—-h)LIE1—9%FERUTBLASTIRZEREZITD

BLAST at NCBI
NCBIY—/\—-TBLASTIRZR%Z1T5

Download BLAST Database
NCBIRETARHEINTUVS, B4 BATIV-CECHFEEINTIZA -4y NS
xZA>0—-R93

Create BLAST Database
Ae55T—9%BLASTEZATHHODatabaseT —7¢EUTEERI D

Manage BLAST Database
ZixkUlzDatabaseT -0 EE%ITD
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F—HR—ADIER Filgeng

biosciences & nanosciences

[EY Download BLAST Databases =
Choose databazes to download
1. Choose databases to Select databaszes to download
download
Filename Date Size (MB) Dependencies  Description
Volumes of htgs database |-
htes Thu Sep 13 10.. GHAY with entries from HTG
divisinn nf GanBanl
Human RefSeq (NC_HitHi)
human_genomic  |Sun Jul 23 00 14491 chronosome recards with
an adinetad concatanatad
landmark. Tue Jan 10 00.. 1137 =
[E% BLAST Database Manager =5
nr Fri Sep 07 12 53089 :22 BELAST database locations
ant| | [C¥Users¥0zawa¥ClGdatabazes fdd Location..
Huc
nt Sun fug 12 14., 41326 dat oo Lomstion
fro
Ref Refresh Locati
other_genomic Fri Jun 30 00:.. 137442 NGy resh Losatens
otk
Pat
t Thu Sep 13 10.. 410
patas 1= dat| | BLAST databases overview
Hame Description Date Sequences Tupe Total zize Lacation
Pat .
Mo mizzing dependencies. (1000 residues)
Size of zelected: 0 GB 16SMicrobial 165 Microbial Sequences |2018/06/10 19890(DMA 28922 |C¥lzers¥0zam ..
Select download lacati Athaliana_167_TAL. |Created Sun Apr 17 15:6. (20160417 35386|Protein 14518C¥ Uzers¥0zam .
'(:-:UC D‘:; o ;;T_(I)an = ProteinStructureSe.. [Curated protein sequenc.. (2016501716 192451 |Protein 24 |C¥lzers¥0zamw...
[SEtsersr zana atobases swissprot MNar-redurdant UniProtf.. [2017/07/04 467244 [Pratein 175828/C¥ Users¥0zam..
uniprot_selection_s  [Created Fri Jul 07 17:63:. [2017/07/07 23|Protein 178C¥Uzers¥0zam...
Help ] [ PResst | Prewvious et
Femove Database..

v O—hIBLAST#{ERHT315E. Download BLAST DatabasesTnr/nti2EDT —HIR—R&AHT>
O— RUTED. hRILERRDERS T —45% Create BLAST DatabasesTr —4AR—X&ixH\ O] HE
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BLAST Filgeng

biosciences & nanosciences

(B sLasT |

Chooze program and tareet

1. Select sequences of same
tvpe

2. Ghooze program and target
3. Set BLAST parameters

4. Result handling

BLAST program

Program: [blastx: Tranzlated OM& gequence and protein databa.. vJ.
blaztn: DM sequence and databaze

Target [fblasts: Translsted DNA sequence and datsbase
b |-E|:E-_:T.Z:-:ZZ Tranzlated OM& sequence and protein database

() Sequk

18]
@ BLAST databaze
:Swissprnt (Protein) - Mon-redundant UniProtk B/ SwiszProt sequences -

Help ][ Fezet Previous ][ Met Finish

v O—=HILBLASTDINSA—FESEEME Cld. BLASTJOJ54A (BLASTNYBLASTPARE) DiEEiRE.
-4y DBLAST databaseDiEFEREZIETEIT D
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Cluery Mumber of H5P= Lowest E-value fcceszion (E-value)  Description (E-value)

ORF EcoliFLX (single) contig_1 2190.3906 10 272E-180 PEOSBE RecMame: Full=Frobable N-acetylneuraminic acid outer membrane channel protein ManC; AltName: Full=ManR-regul.. =
ORF EcoliFL¥ (sinele)_contig_1 9508.10254 228 1.28E-170 P39367 FecMame: Full=Uncharacterized protein jhP

ORF EcoliFL¥ (singled contig_1 1244813761 i 0.00 P39365 RecMame: Full=Putative permease IC component; AltName: Full=Putative PTS system EIZ component

ORF EcoliFL¥ (single) contiz_1 1377414580 27 0.00 P39364 RecMame: Full=Putative sec region protein Sgcll

ORF EcoliFL¥ (single)_ contig_1 15154 15786 43 1.20E-145 P39362 FecMame: Full=Protein Seck

ORF EcoliFL¥ (single) contig_1 1638817676 32 0.00 P39360 RecMame: Full=Uncharacterized HTH-type transcriptional regulator Yjhl =
ORF Ecoli FL¥ (ginele)_contig_1 20671.22020 15 0.00 P39357 FecMame: Full=Uncharacterized permeaze YjhF ]
ORF EcoliFL¥ (single)_ contig_1 26014 28338 a5 0.00 P13036 RecName: Full=Fe{3+) dicitrate transport protein Fec®; filtMame: Full=Iron{I} dicitrate tranzport protein Fecd; Flae..
ORF EcoliFL¥ (single) contig_1 30277.31233 ] 1.25E-162 P15029 RecMame: Full=Fe{3+) dicitrate transport system permease protein FecD; AltMName: Full=Fon{ID dicitrate transport ..
ORF EcoliFL¥ {sinele) contie_1 31234.32001 251 109E-178 P15031 RecMame: Full=Fe(3+) dicitrate transport ATP-binding protein FecE; AltName: Full=Ion(Il) dicitrate transport ATP-..
ORF EcoliFLY (single) contig_1 3818.5032 285 0.00 P393t FecMame: Full=H-acetvlneuraminate epimeraze; fltName: Full=M-acetvineuraminate mutarotase; Short=Meu5fc mut...
ORF EcoliFL¥ (single) contig_1 1471115142 24 108E-103 P39363 Rechame: Full=Putative phosphaotranstferaze I8 component Sgcd; AltMame: Full=Putative PTS system EDA compaon..
ORF EcoliFL¥ (single)_contig_1 15303, 16585 40 0.00 P39361 FecMame: Full=Putative sec region transcriptional regulator

ORF EcoliFL¥ (single) contig_1 17627.18586 250 0.00 P39359 FecMame: Full=Uncharacterized lvase YjhH

ORF EcoliFL¥ (ginele)_ contig_1 22475.23353 20 0.00 P39356 FecMame: Full=Uncharacterized tranzcriptional regulator ik

ORF EcoliFL¥ (single)_ contig_1 24974 25927 4 0.00 P23485 RecMame: Full=Protein FecR

ORF EcoliFL¥ (single) contie_1 26978.27301 16 2G3E-71 P12026 RecMName: Full=Fe(3+) dicitrate transport protein Fec; filtMame: Full=Ion{II} dicitrate tranzport protein Fecd; Flae..
ORF EcoliFL¥ (single)_ contig_1 29282 30280 76 2.13E-179 P15030 RecMame: Full=Fe{3+) dicitrate transport system permease protein Fec; AltMame: Full=Fon{ID) dicitrate transport ..
ORF EcoliFLY (single) contig_1 G097.6077 9 0.00 P39370 FecMame: Full=Probable 9-0-acetyl-M-acetylneuraminic acid deacetvlase; Short=Meu’ 34c2 deacetvlase; AltMame: ..
ORF EcoliFL¥ (single) contig_1 6E42.7007 10 189E-79 P39369 PUTATIVE PSEUDOGEME: RecMame: Full=Putative uncharacterized protein YjhR

QRF EcoliFLX {singled contie_1 8907.9452 45 G38E-134 P3U36S RecMame: Full=Uncharacterized N-acetyltransferaze ihil

ORF EcoliFL¥ (singled contig_1 11040,12161 0 0.00 P39366 RecMame: Full=Futative aminopeptidase Seck

ORF EcoliFL¥ (ginele)_ contig_1 18597 20664 250 0.00 P39353 FecMame: Full=Uncharacterized protein YihG

ORF EcoliFL¥ (single)_ contig_1 24456244977 a8 2RAE-126 P23484 RecMame: Full=Probable RNA palymerase siema factor Fecl

ORF EcoliFL¥ (single) contig_1 23383 20205 an 0.00 P15024 FecMame: Full=Fe(3+) dicitrate-binding periplasmic pratein; AltMame: Full=kon(D) dicitrate-binding periplazmic prot...
ORF EcoliFL¥ (single)_contie_1 complement{30738.31055) fi2 180E-53 P15029 RecMame: Full=Fe{3+) dicitrate transport system permease protein FecD; AltMame: Full=Fon{ID) dicitrate transport ..
ORF EcoliFL¥ (single) contie_1 complement{28287 28862) 20 167E-111 P15028 RecName: Full=Fe{3+) dicitrate-bindine periplasmic protein; AltHame: Full=Iron{I} dicitrate-binding periplasmic prot..
ORF EcoliFL¥ (single) contie_1 complement{26241 26612 34 4 12E-69 P 12036 FecMame: Full=Fe(3+) dicitrate transport protein Fecd; AltName: Full=Fon(ID) dicitrate transport protein Fect; Flag..
ORF Ecoli FL¥ (single)_contie_1 complement{20940.21413) 16 088E-98 PA93RT RecMame: Full=Uncharacterized permeaze YjhF

ORF EcoliFL¥ (single) contie_1 complement{20460.20933) 12 7.76E-14 P3935Y FecMame: Full=Uncharacterized protein YihG

ORF EcoliFL¥ (ginele)_contie_1 complementi 13563.13946) 9 4.72E-34 P3936L Rechlame: Full=Putative sec region protein Sgcl

ORF EcoliFL¥ (single) contie_1 complement{13086.13520) ] TAGE-95 PA936hH Rechame: Full=Putative permease IC component; AltName: Full=Putative PTS system EIZ component

ORF EcoliFL¥ (single) contie_1 complement({6EE0.7676) 51} 0.00 P39369 PUTATIVE PSEUDOGEME: RecMame: Full=Putative uncharacterized protein YjhR

ORF EcoliFL¥ (single)_contie_1 complement{33137 .33733) 36 IN2E-148 Q47718 PUTATIVE PSEUDOGEME: RecMame: Full=Putative tranzpozasze In=(Q for ingertion sequence element IS9118

ORF Ecoli FL¥ (single) contie_1 complement{32558 32971) 18 129E-101 Q47719 PUTATIVE PSEUDOGEME: RecMame: Full=Putative uncharacterized protein b4 286

ORF EcoliFL¥ (sinele)_contie_1 complement{29645.29968) 31 3.17E-51 P15030 RecMame: Full=Fe(3+) dicitrate transport system permease protein FecC: AltName: Full=Fon{II) dicitrate transport ..
ORF Ecoli FL¥ (single)_contie_1 complement{24515_24904) M| O17E-92 P2348d FecMame: Full=Probable RNA palvmerase siema factor Fecl

ORF EcoliFL¥ (single) contie_1 complement{22304.22642) 22 900E-61 P39356 FecMame: Full=Uncharacterized transcriptional regulator YjhiJ

ORF EcoliFLX (single) contie 1 complement!17525.17959) 250 186E-fi1 P39360 BecMame: Full=Uncharacterized lvase YihH

v BLASTICERRUITU—EcHIC (T, by hUIZA—5y NECHIER L . 20 T—&EEBEMEN S VECHID
FHRIEIRBENT—JILFRREND

v FT=IWOBTEIIIVIVITRE. BB E(CEY NS5y NS EREEE NI E
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Gene Ontology Annotation

« BLAST¢InterProScanicd?. BeolT—9N\DT7 )T
—23 A3

«  BE8UJGene Ontology|&EkzERU. BIn T
BET S UYTF A NRATO SOVERK

Genome Characterization

- BE&YST LR TAugustus |EEREYRT
GlimmerlZ0J35 0BV, BEHIT—YANDELF
DEIZ A

RNA Volcano plot [tomato_counts_results]
-Seq
10 -
. .
> a

-  FASTQI7AINOIAVF1FIvY (FastQC) ENJZ>H

« RNA-Seq De Novo Assembly (Trinity)

- ¥REBEYIORIREATE (Fasta+Fastq)eH> I
[ LE B ARATT

« Volcano Plot®®MA plot. HeatmapRED4'SIVER
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Filgen:

biosciences & nanosciences

v De Novo Assembly TYERR LT T4 BeSIBEDDNAEESIFT —4%Z2 T, BL5INDES
FA045> )BT ReElg%Z T8

v EREEERAEEETRO 20T 5 L EH:

@ -®59-©@-©.®.®

start genefind blast interpro mapping annot chart:
o - o *Ta bl balmet " o
(®  Eukaryotic GeneFinding § “Table: blast2go_1000Sequ
Prokaryotic GeneFinding \l/
@ Eukaryotic GeneFinding 1 || Prokaryotic Genefinding =) )
GeneFinding Configuration GenefFinding Configuration
B Y t select fil directory.
€ Invalid path. You must select a valid file. © You must select files or a directory.
FASTA file
? Choose file
Select the closest species Acyrthosiphon pisum, [Metazoa - Arthropoda - Insecta] - @
Select the strand for gene search lBoth Strands v] [>] Gene settings:
Select the genetic code The Bacterial, Archaeal and Plant Plastid Code v] e
Select the type of gene lﬁamal v] (]
Minimum gene length 110 e
CAEIEES lAmmoaqu (22) '] e Maximum gene overlap 30 e
Gene length threshold Insert minimun gene length (nt or aa) Q Minimum gene score 30 @
Allow in-frame stop codons 9 Select the genome shape Circular v] (2]
Please cite Augustus as:
Hoff KJ, Stanke M (2013). "WebAUGUSTUS, a web service for training AUGUSTUS and predicting genes in eukaryotes”. Nucleic Acids Research, b E NI es
5 g b 9 P 99 ryotes. b Delcher AL, Harmon D, Kasif S, White O, Salzberg SL (1899). "Improved microbial gene identification with GLIMMER". Nucleic Acids Research 27:23,
41:W123-W128. 46364641,

BEEYRIT0J5. (Augustus) [FEREYRTOI5A (Glimmer)
26
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Select the closest species -aenorhabditis elegans [Metazoa - Nematoda - Chromadorea] £s 9

Aspergillus terreus [Fungi - Ascomycota - Eurotiomycetes] E
Bombus impatiens [Metazoa - Arthropoda - Insecta]
Bombus terrestris [Metazoa - Arthropoda - Insecta]
Botrytis cinerea [Fungi - Ascomycota - Leotiomycetes]
Brugia malayi [Metazoa - MNematoda - Chromadorea]
COutput type = = ~
Caenorhabditis elegans [Metazoa - Memateda - Chromadorea]
Gene length threshold Callorhinchus m|I.|| [Metazoa - Chordata - Chondrichthyes]
Camponotus floridanus [Metazoa - Arthropoda - Insecta]
Allow in-frame stop codons Candida albicans [Fungi - Ascomycota - Saccharomycetes]
Candida guilliermondii [Fungi - Ascomycota - Saccharomycetes]
Candida tropicalis [Fungi - Ascomycota - Saccharomycetes] E
4| 11§ 3

Select the strand for gene search

m

Select the type of gene

Please cite Augustus as:
Hoff KJ, Stanke M (2013). "WebAUG
41:W123-W128.

Select the GeneFinding method (7]

l @ "Ab initio” I

By using Hiden Markov Medels we are able to build probabilistic models to predict the positions and composition of genes from DNA data.

I ©) With RNA-seq data I

By adding introns as 'hints’ from RNA-seq based alignments to the mathemathicals models, we can increase the accuracy of the gene prediction.

Browse...| @
30 gl
11 o
32 @
200 - @
20 4@

v BR&EYS)LARTOJSATE., EATEIGEREYFEYL,. RNA-Seq YWE T —49%SBI 3L

\GTRE
Djﬁb 27



Eukaryotic GeneFinding

Filgen

| File Analysis Tools View Help

@ - O-

©-®.©®©.®.-©®

biosciences & nanosciences

graphs select wflows

start genefind blast interpro. mapping annot charts ma-seq
@& Table: cel_contig_list_gff ‘@ Table: cel_contig_list_seqs 53 |
Nr l = Tags l = SegName l = Descriptionl‘ = Length \ = #Hits‘ = e-Value l? sim mean| = #CO§ = GOIDs l = GO Names f? Enzyme Codes| = Enzyme N...| = InterPro IDs
SRR787289... 129
2 SRR787289... 195
3 SRR787289... 291
4 SRR787289... 379
5 SRR787289... 176
6 SRR787289.. 66
7 SRR787289... 532
8 SRR787289.. 71
9 SRR787289... 451
10 SRR787289... 346
11 SRR787289... 78
12 SRR787289... 82
13 SRR787289... 98
14 SRR787289... 93
15 SRR787289... 320

@ Progress ‘ @ File Manager 1@ Application M... | @ Gene Finding... 52| = B ||@ Welcome Message ‘ ({y Eukaryotic Gene Finding (Cel_contig_list) 52 l ™m = 8
FI1Z1, 1UI18  GELUNY [ESUILS 10T PdCK 8/... I ~
Fri 21, 10:19 Pack 87 finished (87/93)
Fri2540:19 ‘PackBa dnolyzed Eukaryotic Gene Finding Results
Fri 21, 10:19 Getting results for pack 88...
Fri 21, 10:20 Pack 88 finished (88/93) Name: Cel_contig_list
Fri 21, 10:20 Pack 89 analyzed
Fri 21, 10:20 Getting results for pack 89... Dataset Overview
Fri 21, 10:21 Pack 89 finished (89/93)
Fri 21, 10:21 Pack 90 analyzed o Number of sequences: 14,177
Fr! 21,10:21  Getting res_ults oG pack90: « Gene search based on Caenorhabditis elegans as closest related species
Fri 21, 10:22 Pack 90 finished (90/93) e
Fri21,10:22 Pack o1 analyzed « GeneFinding method: "Ab initio’
Fri 21, 10:22 Getting results for pack 91...
Fri 21, 10:23 Pack 91 finished (91/93) Results
Fri 21, 10:23 Pack 92 analyzed
Fri 21, 10:23 Getting results for pack 92... Input Sequences Found Genes
Fri 21,10:23 Pack 92 finished (92/93) Name Length  Exons Genes® Genesper Strand +* Length Min/Max** Avg Length™*
Fri 21, 10:24 Pack 93 analyzed 5 -
Fri21,10:24 Getting results for pack 93... SRR7872897_trimmed_(paired)_contig_528 10,036 0 2 0/2 595/4,830 2,737.500
Fri 21, 10:25 Pack 93 finished (93/93) SRR7872897_trimmed_(paired)_contig_529 34732 0 7 3/4 1,354/10,424 3734357
Fri21,10:25 Gene Finding: Augustus finished. SRR7872897_trimmed_(paired)_contig_526 65,803 0 13 815 499710287 3,675.923
i 2 T i i i . Yo K
Fii21;10:25 The-eularyotic genefinding has finistied. You:may:now. perform SRR7872897_trimmed_(paired)_contig_527 26,818 0 4 371 1346/3622 | 2,255.500
@ = ] N SRR7872897_trimmed_(paired)_contig_525 3,955 0 1 0/1 3,79513,795 3,795.000 ol

GO Version: Sep 17 2018

v EEIMR T 5L BIn FRIBOFMZXEDIZGFFI7()LECDSECHIIR b, S5(CHETHE

ReFeHrLR—IiEHEIND
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Eukaryotic GeneFinding

Filgen

i

biosciences & nanosciences

g = — - = = N
@ Blast2GO 5 PRO [E=SREER
File Analysis Tools View Help
geneﬂnd blast Interpro mapping harts rma-seq wﬂcrws
@ Table: cel_contig_list_gff 2 } 409,128 of 409,128 = = ]
= SeqlD l = Source = Type l = Start = End ‘ = Score = Strand = Phase = Atr.ID | = Attr.seqName ‘ = Attr.Parent 2

SRR7872897_trimmed_(paired)_contig_3075 AUCGUSTUS gene 1 2885 0.2 = SRR7872897_tri... |SRR7872897_tri...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS mRNA 1 2885 0.2 = SRR7872897_tri... |SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS transcription_end_site 1 1 - SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS three_prime_utr 1 20 0.9 - SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS stop_codon 21 23 - SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS intron 555 602 1 = SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS intron 830 882 1 - SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS intron 1156 1212 1 = SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS intron 1310 1347 0.7 & SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS intron 1416 1472 1 - SRR7872897_tri... SRR7872897_...

SRR7872897_trimmed_(paired)_contig_3075 AUGUSTUS intron 1615 1659 1 & SRR7872897_tri... SRR7872897_... <

@ Progress ‘6 File Manageri@ Application Mess... 32 [ BT @ Welcome Message ‘ (& Genome Browser: cel_contig_list_gff 2 ‘ Ef| |
~ ||| Chromosome: SRR7872897_trimmed_(paired)_contig_3075 Size: 12,883 q

13:19 Obo File Version: September 17, 2018 £

13:19 47335 GOs available. I

13:19 4277 Enzymes available. -287 Length: 3,461 3173

13:20 Open B2G File started... - AV GFF cel contlg list_gff - Labels Toolnp . Features . Gene I Transcnpts Exon CDS Unclassified -

13:20 Open B2G File finished. < L €< g

13:20 Open B2G File started... . J < ¢

13:20 Open B2G File finished. < 243060 < 24308

13:21 Open B2G File started... 3 -

13:21 Open B2G File finished. < 243062 <243064 < 243065 <243066 <243068<243069 < 243070 <243072 < 243083

16:37 Open B2G File started... £ < 243063 < 243067 < 243071 < 243084

16:37 Open B2G File finished. < 24308

16:37 Blast Statistics (cel_contig_list_seqgs_blasted) started...

16:38 Blast Statistics (cel_contig_list_segs_blasted) finished.

16:44 Run Blast-Description-Annotator (cel_contig_list_seqs_bl

16:44 Run Blast-Description-Annotator (cel_contig_list_seqs_bl

16:45 Blast Statistics (cel_contig_list_seqgs_blasted) started...

16:45 Blast Statistics (cel_contig_list_segs_blasted) finished.

16:51 Open B2G File started... B

16:51 Open B2G File finished.

16:54 Open B2G File started...

16:54 Open B2G File finished.

16;54 Ovben B2G File started... X e

< mn »

GO Version: Sep 17 2018

v GFFJ7AIVEEROE1I-T-T., I9V> /1> NIV REDELFHEIEZ R O] HE

29
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—— ——n — — \
@ Bl2st2GO 5 PRO » . A [E=SREE)

File Analysis Tools AView Help
®©9.0.09.0.0.0.0.0.0.Q-

4

start genefind mapping annot graphs ma-seq wflows
@ Table: cel_contig_list_segs 53 | 25,294 of 25,294 oEE =8
=M ‘ Nr ‘ = Tags ‘ = SegName = Description = Length ‘ = Fits = e-Value = #O0 = GO IDs = GO Names ‘? Enzyme Codesi? Enzyme N
1 SRR7872897_trimmed_(paired)_contig_1.g1 129 =
2 SRR7872897_trimmed_(paired)_contig _1.g2 195
3 SRR7872897_trimmed_(paired)_contig_1.g3 291
4 SRR7872897_trimmed_(paired)_contig _1.g4 379
5 SRR7872897_trimmed_(paired)_contig _1.g5 176
6 SRR7872897_trimmed_(paired)_contig_1.g6 66
7 SRR7872897_trimmed_(paired)_contig _1.97 532
8 SRR7872897_trimmed_(paired)_contig_1.g8 71
9 SRR7872897_trimmed_(paired)_contig_3.g9 451
10 SRR7872897_trimmed_(paired)_contig_3.g10 346
11 SRR7872897_trimmed_(paired)_contig_4.g11 78
@ Progress | @ File Manager | @ Application Mess... 52| = O ||@ Welcome Message | & Sequence Viewer: SRR7872897_trimmed_(paired)_contig_1.g1 52 [ = 8
-~ -
13:19 Obo File Version: September 17, 2018 - g::‘c‘i;‘immn%?—"’mmed—(pa"ed’-wm'gJ o
13:19 47335 GOs availab!e. Length: 129
13:19 4277 Enzymes available. > iy back d
13:20 Open B2G File started... O Paint only backgroun
13:20 Open B2G File finished. 1 10 20 30 40 50 60
3:20 Open B2G File started v A $ ) ) 2 5
13:20 Opel MNYNFLLLSACIIFLIPEKSESICVTRRTDWGQFGSFFTDPLCDVWCRIRRCGKGQCRED
13:20 Open B2G File finished.
13:21 Open B2G File started... §1 ZO 80 90 100 110 120

13:21 Open B2G File finished. PATSNTANCVCEKCYRDDDGNVIFPDNDGFQQSRLNFDNSPTSSSPWTMNQRNEDDLYPS

16:37 Open B2G File started...

16:37 Open B2G File finished. 121

16:37 Blast Statistics (cel_contig_list_seqs_blasted) started... QDRYDTDRN

16:38 Blast Statistics (cel_contig_list_seqgs_blasted) finished.

16:44 Run Blast-Description-Annotator (cel_contig_list_segs_bl

16:44 Run Blast-Description-Annotator (cel_contig_list_seqs_bl

16:45 Blast Statistics (cel_contig_list_seqs_blasted) started...

16:45 Blast Statistics (cel_contig_list_seqs_blasted) finished.

16:51 Open B2G File started...

16:51 Open B2G File finished.

16:54 Open B2G File started...

16:54 Open B2G File finished.

16:54 Ovben B2G File sta”rted... =
U

<

m
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©.9.©9.®.®.@%. v CLCGenomics Workbench&FE#k(c, NCBI BLASTE
EEEEEEEEE— Local BLASTZ{ER TS 51, RiRBITTRR-D

; *  Remove Blast Results
Make Blast Database

Run Blast Description Annotator (BDA) Ctrl+Shift+U

= BLASTY—)LI CloudBlast]&{&FHB]&E

% Recover Original Best-Blast-Hit Description v Local BLAST}EHOD?_Q/\_Z{/E&¢%§EB}§$§

FANAREAAN L

@ Run Blast (blast2go_1000Sequences subset)

Blast Options

Please choose: 9

() CloudBlast
CloudBlast is a cloud-based Blast2GO PRO Community Resource for
massive sequence alignment tasks. It allows you to execute standard NCBI
Blast+ searches directly from within Blast2GO PRO in our dedicated
computing cloud. This is a high-perfermance, secure and cost-optimized
solution for your analysis. Check your available ComputationUnits under
Menu =» View =» Cloud Usage.

Current Computation Unit balance: 1000000

(®) NCEI Blast
Use the public NCBI Blast service (QBlast) to blast your sequences against

-
("-'3 N C B l public databases. Performance and results depend on the NCBI Blast web
SErvice

() Local Blast
Use NCBI blast+ software to perform Blast searches locally on your PC

against a local database. Use an own, formatted database or download a

ﬁ pre-formatted sequences database from the NCBI
(ftp.ncbi.nlm.nih.gov/blast/db). Simply select the database you want to
blast against and run your blast searches locally.

Default < Back Run Cancel

CloudBlast
. Biobam#EBEHRHDIZYIRY—/)\— T, BLASTZZE(CHD
EIR(CEITIS
(Computation UnitszHE)

NCBI Blast
- NCBIY—/\-TBLASTIRZERZ1T>

Local Blast
. O-ALDE1-5%{ERUTBLASTHEREITS

31
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- |
@ Run Blast using CloudBlast (cel_contig_list_segs_cloudblasted) L@ﬂ

CloudBlast Configuration

Perform your NCBI blast+ searches via CloudBlast, a Blast2G0O community resource for fast and secure sequences alignments making use of Blast2GOs
dedicated cloud system.

Blast Program blastp-fast v] b

Blast DB UniProtkB/Swiss-Prot (swissprot) - p

Tip: If you select a subset of the NR database (group of species, domain or kingdom) like e.g. Viridiplantae or Fungi you will obtain faster Blast results,
consume less of your CloudBlast computation units and increase the specificity of your functional annotations.

Blast Expectation Value (e-Value)  |1.0E-3 v] o

Mumber of Blast Hits 20 - @

Blast Description Annotator 9
Default l ’ < Back ” MNext = Run Cancel ]

EDBLASTZERAT 3 ETH. BLASTIJOY I AEBLASTT —AIN-2%ZHTFE IS

CloudBlast¢NCBI BlastTld. L7414 X1A ROBLASTFT —AR—2%{EHI3H. Local BlastTl&

A-Y-TFEBRDT —IN-RZER T D2NENDD -
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@uaccosero JENERSL™ = W AT W o - o WS R AR D See— —SS

— S — < —

IFlle Analysis Tools View Help i

®9.9.0.9.0.0.0.0 0.

start genefind blast interpro mapping annot select rma-seq
(@ Table: cel_contig_list_seqgs_cloudblasted i3 | 25,294 of 25,294 @ & m|
| = Description = Length = #Hits = e-Value = #O = GO IDs = GO Names = Enzyme Codes = Enzyme Names

Nr = SegName

V] 3
I
Ll
I
V)
@ Progres]@ File Mana... I@ Applicatio... |@ CloudBlast &% l = 8 ||@ welcome Mesage|® Blast Result: SRR7872897_trimmed_(paired)_contig_6.g23 5% I g5 = 0
| PUC 22, $7 U VTG 1T U0 VEUUEUITUI ] TS USSR
Sat 22,17:04 Finished Job c48d7578-6099-4090-b10b-09ddc76b74c0
Sat 22,17:04 Finished Job edc332a2-7b8a-4fbb-0737-b3cef37d1891 QueryName:  SRR7872897_trimmed._(paired)_contig_6.g23
Sat 22, 17:04 Finished Job 88935964-cc29-45d1-bdbd-e49e4366ffd9 Database: swissprot N . z
Sat 22, 17:04 Finished Job dc824581-85bd-4ad1-a10e-4e2172c0aect Lesdth: 347 TR ——
Sat 22, 17:04 Finished Job 3053bacc-821b-460-05c0-941f8ca42695 Pisgia: BLASTERTE i = i
|| sat 22, 17:04  Finished Job d3716d75-ff79-4543-b052-7bf10b756935 O
Sat 22, 17:04 Finished Job f4d59f7b-704f-429c-ae08-63e5fcc820a5
| Sat 22, 17:05 Finished Job bd3bdee0-1151-44e0-8614-789514005fbf 4 Sequences Producing Significant Scientific U Hit  Align e o Hsp/  Hsp/ Vi e Gene P
Sat 22,17:05 Finished Job 626b2c63-dfa7-4bfe-b6e6-f8fa4d619c12 Alignments Taxonomy length length Hit Query P identifier
Sat 22, 17:05 Finished Job 0c85ff83-e867-40e6-8127-a0cba0472e6e  fieName Fullskiuticar Rormane B A
Sat 22, 17:05 Finished Job Oe4a67ee-56de-4aa0-a08f-97d33d038744 1 receptor family member nhr-167 c“"lc”habd'“s 104459e-136 343 | 344 | 256 | 744% 1003% 99.1% 1 0 74957698 017683 M
Sat 22, 17:05 Finished Job e0876605-2667-486¢-a199-05467a4916¢0 g1 74957698 | sp| 0176831 |NH167_CAEEL elegans
Sat 22, 17:05 Finished Job af7abfd3-2a5d-48f5-aaee-5fba835aa27e 1. RecName: Full=Nuclear hormone
| Sat 22, 17:05 Finished Job b4d0631c-e4c7-4355-bf36-e0214525142¢ 7 |receptor Family:membernhr:d Caenornabditls o pa017e51 332 | 314 168 535k 046w  905% 1 0 10720138 Q23489
Sat 22, 17:07 Finished Job 39a54d02-b4ad-4176-8414-6a67da148df2 51110720138 | sp| Q23485.1 | NHR9_CAEEL elegans
Sat 22, 17:07 Consumed 4243 ComputationUnits during this executior 1. RecN Full=Nuciear h - T
. > & . RecName: Full=Nuclear hormone &
H seqgs. 5 h
Sate217:07; cloodbiast (0el contig-ict-seqs) finished:;, 3 receptor family member nhr-51 Coenorhabditis |, c10gea1 | 371 | 336 | 172 | S12%  006% | 968% 1 0 74957904 017927
Sat 22, 17:07 Blast finished. Please proceed now to mapping and annc[_] gi174957904 | sp| 0179273 | NHRS1_CAEEL elegans
i E I, RSN Y PR r.vll—llv-—!--—L--—___- %
< n | >
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%

Top-Hit Species Distribution [cel_contig_list_seqs_cloudblasted]
- - - - -
r 2 ) 500 1,000 1,500 2,000 2,500 3,000 3,500 4,000 4,500 5,000 5,500 £,000 6,500 7,000 7,500 2,000
interpro mapping annot charts graphs
Caenorhabditis elegans { [ ]
Homo sapiens | [
Mus musculus | [T
Drosophila melanogaster | [
Rattus norvegicus | [
Bos taurus { [
Dania rerio 1[0
Wenopus laevis { [
~
7 Gallus gallus { [
Caenorhabditis briggsae { [
Arabidopsis thaliana { [
¥enopus tropicalis {1
Pongo abelii {[E
w Schizosaccharomyces pombe 972h- { [
o N " .
= Dictyostelium discoideun [
g Oryetolagus cuniculus {[1
wn Sus scrofa {11
Canis lupus Familiaris { [I
Macaca Fascicularis 1[I
Saccharomyces cerevisiae 5288C I
Bacillus subtilis subsp. subtilis str, 168 ]|
Oryza sativa Japonica Group 4 [
Cavia poreellus |
Staphylococcus aureus subsp. aureus MRSAZ52 {|
Strongylocentratus purpuratus 1|
Escherichia coli k-12 {|
Onchocerca valvulus {|
Thermotaga maritima MsB8 4|
Cricetulus griseus 1|
others
SeqName = Description = Length = #Hits = e-value = #G0 = coIDs = GO Names
SR £OT/_UIIIED P LNy 4. g13  —mres— B | | | |
ysteine-type endopeptidase
inhibitor activity; C-extracellular
region; C:extracellular space;
Cicell; P-defense response;
F:C0:0004869; C:CO:0005576;  P-acute-phase response;
C:GO-0005615; C-GO-0005623;  P:positive regulation of cytosolic
P:G0:0006952; P:GO:0006953;  calcium ion concentration;
SRR7872897_trimmed_(paired)_contig_4.914  CYTX_ONCVORecName: Full=Onc... 93 5 41469 14 P-CO:0007204; P:GO:0010466;  P:negative regulation of
P-CO:0010951; P-GO:0030195;  peptidase activity; Pnegative
F:G0:0030414; P:GO:0042311;  regulation of endopeptidase
P-CO:0042742; P:GO:0050880  activity; P-negative regulation of
blood coagulation; F-peptidase
inhibitor activity; P:vasodilation;
efense response to bacterium]
iy —y gulation of blood vessel size
/ BLA I \Y - C:Colgi membrane;
A (&8 C:fungal-type vacuole
membrane; Fmolecular_function;
IJ = it %0“ —_— b Cvacuole; Cvacuolar
= j ’ C:endoplasmic reticulum;
§ 0) aT! H B N Ceendoplasmic reticulum
membrane; C:Colgi apparatus;
N w \cpg J— Pl anchor metabolic process;
Ge n e O n to | O 0) Vi) IEEN  SRR7872897_trimmed _(paired)_contig_4.915  PCAP3_DROMERecName: Full=Pos... 320 10 3.21E-37 15 Pl anchor biosynthetic
YAy s s e
. component of membrane;
AN 77 AN 2| " Fhydrolase activity, acting on
v =] \} [m] = [ ester bonds; Picellular
ER% B manganese on homeostass
Ciintrinsic component of
endoplasmic reticulum
membrane
Cicellular_component;
Ciendoplasmic reticulum;
Ceendoplasmic reticulum
C:G0:0005575; C:G0:0005783; membrane; P-response to
- C:G0-0005789; P:GO:0006986;  unfolded protein; C:membrane;
SRR7872897_trimmed_(paired)_contig 4.916  JKAMP_MOUSERecName: Full=JNK... 326 2 9.85E-45 8 £.C0-0016020, CCO0016021, ¢ imemal romnanar
P:CO:0030433; F:CO:0031625  membrane;
P-ubiguitin-dependent ERAD
pathway; F-ubiquitin protein
ligase binding
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